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1 1.90e-018 1 4.40e-020 1 7 0.58 0.67 0.81 HNF1 AA, BP, MD, ME 1, 2, 3, 4, 5 PAL T
G
A

A
T
GT

C
C
T
AG

AG
T

T
G

C
T
GT G

A
C
A
T

G
A
T

T
A

A
TA

T
T
AAG

C
C
A
T

G
A
CG

C

2 8.70e-016 2 2.10e-017 2 6 0.50 0.52 AA, ME 1, 2, 3, 4, 5 PAL,TR G
A

A
T

A
G
T

T
A G

AAG
A

C
A
G CAT

C
GG

AAA
T
G

C
A
GG

T
A
T
G

T
G
C

3 1.30e-015 3 2.40e-017 3 9 0.75 0.62 AA, BP 1, 2, 3, 4 T
CC

A
C
G

T
G
CC

T
G
C
T C

A
A
G

G
A

G
AT

G
G
T

T
A
C

T
AG

T
T
C
G

A
T
GA

T

4 7.10e-015 4 1.50e-016 4 7 0.58 0.51 0.67 HNF4 AA, BP, ME 1, 2, 3, 4, 5 PAL,TR A
C
G
GCATAG

T
CA

C
C
A
TA

G
A
G

T
C
A

C
G
TT

G
T
G A

C
T
C
A

C
G
A

T
AA

G
C
G
T A

CA
5 2.30e-014 5 5.30e-016 5 8 0.67 0.89 0.89 HNF4_D AA, BP, MD, ME 1, 2, 3, 4, 5 G

C
A

T
G
A

TCAGACTGG
T

C
A

T
CAG

A
T
A

A
G

A
T
G G

CAA
T
G C

A
A
G
T
TCGAT

G
T
G

6 6.00e-014 6 1.30e-015 6 9 0.75 0.62 0.63 AP1 AA, BP 2, 3, 5 G
C
T

G
T
C

T
A
C

T
C
A
GCTAA

G
A
G

G
C
AT

G
G
T
ACTGC

T
A

T
C
A

G
TT

GT
A

C
T
G

G
T C

A

7 7.20e-014 7 1.80e-015 7 6 0.50 0.52 0.60 AFP1 AA, BP, MD 2, 3, 4, 5 PAL,TR T
A

C
G
A

G
C
T

T
G
AT

A
G
T

G
TGC

T A
G

A
T

A
T

G
A
TT

A
G
T

T
A

T
G
A

T
G
CT

AC
A

8 1.30e-013 8 2.80e-015 8 6 0.50 0.67 AA 1, 2, 3, 4, 5 PAL AGT
C
AA

T
A
C
G A

G
A
T
G

C
A
TTT

G
A

G
C
T

C
A
T

C
A
TA

TAT
A

T
C

T
A

A
G
CC

A
C
A

T
G
A

T
A
GTG

T
G
C
AG

T

9 5.50e-013 9 1.60e-014 10 6 0.50 0.52 AA, BP 1, 2, 3, 5 AA
C
G

G
C
TC

TG
C

C
G

T
C
AC

G
T
AT

AG
A

A
T
GTA

C
A
C

C
A

T
C
G

10 8.80e-013 10 1.00e-014 9 8 0.67 0.89 AA 3 A A
T
G

TC
G
A

A
C
G

G
A
T C

A
G
A

C
A
G
TGCAG

A
G
T

T
C
GT

A
G
T

ACTGG
A
T

G
A
T T

A
G
A
T

GC
T
AA

G
T

G
T
CT

A
C
T
A

TGCAA C
T

11 1.40e-012 11 3.50e-014 11 6 0.50 0.52 0.62 YY1 AA, MD, ME 1, 3, 4, 5 PAL GA
G
CT

A
G
C
T T

G
A
G
T

T
C
GC

AC
T

A
T
GT

G
T
C

T
CAG

T
G
C
TTA

T
CC

T
T
G
A

12 2.90e-012 12 1.10e-013 12 6 0.50 0.67 AA, ME 1, 2, 3, 4, 5 TR C
TTC

G
G
T
A

A
T
GGGT

C
A
T

A
C
GA

G
T
G
AC G

T
G
T

C
G

13 4.50e-012 13 1.70e-013 14 6 0.50 0.67 AA 2, 3, 4, 5 TR A
G

T
G
C

C
A
TA

C
G
AGA

CAT
G
AC

A
G
C
TA

GTG
T

C
TT

G

14 1.80e-011 15 4.30e-013 15 9 0.75 0.75 BP, ME 3, 4 PAL A
C
G

CG
T
AT

C
A
T

A
T

G
T
AT

G
G
T
A

A
T
C
TGACG

A
G
C

A
T

A
TGG

15 2.90e-011 17 5.90e-013 16 9 0.75 0.87 AA, BP 2, 3 T
AA

G
A
C
T
GCATC

A
C
A
T

A
G

G
C
TG

T
A
T
G

T
C
A

T
C
AT

AG
A

G
T
GATCT

CC
A

16 3.30e-011 19 8.90e-013 20 6 0.50 0.52 AA 1, 3, 4, 5 PAL G
AG

A
A
CCA A

T
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C
G
A
T

A
G
TC

G
T
C

C
T
AG

C
T
AT

G
A
T
CG
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17 3.50e-011 20 7.80e-013 19 6 0.50 0.67 AA 1, 2, 5 PAL A A
G
CT
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T
A G

T
A
T
C G
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G
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T
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GTA
T

T
A
CA

T
G
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A
G C

AC
A

C
A

G
C
A

A
T
G

A
G
TA

G
C
T

18 7.50e-011 21 2.20e-012 22 8 0.67 0.65 0.66 TCF4 AA, MD, ME 1, 2, 3, 4, 5 AT
C
GG

CC
A

A
T
GT

CC
AAC

A
T
GGT

C
AT

A
A
T
G

19 2.60e-010 23 7.40e-012 24 6 0.50 0.52 0.72 AFP1 AA, BP, MD 1, 2, 5 PAL A
C
TA

G
T
ATC

A
TC

A
T
C
AA

T
G
A

G
A

A
T
CT

C
T
A

T
G
CC

A
A
T
CT

A

20 4.50e-010 24 1.70e-011 26 5 0.42 0.51 AA, ME 1, 2, 3, 4, 5 C
T
GA

CC
A AATCGG

C
A
T C

GAA
C
GG

A
A
G

G
AGT

21 4.80e-010 25 6.80e-012 23 10 0.83 0.94 AA 3, 4 TR G
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A
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T
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C

T
A
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T
CGATCTGAG
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T
ATGCT

C
A AG
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22 5.00e-010 26 2.90e-011 29 4 0.33 0.49 0.61 HNF4_D BP, MD 3, 4, 5 TR A
G
AC
GG

A AAT
A
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T
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G
CT
GCATA

CTCA
GAT

CA
23 6.10e-010 27 2.50e-011 28 6 0.50 0.67 AA, ME 1, 2, 3, 4, 5 T
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G
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G
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G
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G

24 6.70e-010 28 1.80e-011 27 8 0.67 0.78 AA, ME 3, 4, 5 AA
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T
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ATGCG
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AG
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T
A

25 6.70e-010 28 1.40e-011 25 8 0.67 0.89 AA 4 PAL,TR T
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A T
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26 2.60e-009 30 5.20e-011 30 11 0.92 1.00 AA 1, 5 PAL G
A
T
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A A
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T
G G

T
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TA
G
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T
T
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27 4.20e-009 32 1.40e-010 33 7 0.58 0.67 0.61 SF1 AA, ME 2, 4, 5 A G
C
TA

CCT
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C
G
A

T
A

A
G

A
G

A
G
T

28 4.60e-009 33 1.70e-010 34 7 0.58 0.79 AA, BP 1, 3, 5 PAL,TR AA
G

T
G
CT
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A

A
T
GT

G
C
T

T
G
C
AA

G
T
A

A
T

T
G
A

G
T

T
G
AC

AA C
T
A

29 5.70e-009 34 2.50e-010 35 6 0.50 0.67 0.71 TBP AA, BP, MD, ME 1, 2, 3, 4, 5 AA
G
T

T
C
GT

G
T
CAA

TTG
T

C
ATG

T
A

T
G
A

30 8.90e-009 36 6.50e-010 42 5 0.42 0.79 AA 2 PAL AGT
CT

A
T
G
A
TA
G T T

G
C

A
G
T

T
C
G

T
G
A
AG
CG

A
G
CAAA

TG
A
TA
GG

T
AT
G
AT
GT

C
A
TA
G
GA
TTT

A
T
A

A
G
T

A
G
TC

AA
31 9.80e-009 37 2.90e-010 37 6 0.50 0.52 BP 2, 3, 4 G

AAT
A
C

A
G
C

T
C
GTT

A
A
C
G

T
C
A

A
T
GG

AG
T

A
G

T
G
CA

C
A
CA

32 9.90e-009 38 4.00e-010 40 7 0.58 0.79 AA, MD, ME 2, 4, 5 A
G

A
C

T
GG

CAC
AAT

G T
CA

T
T
G

C
G

A
C
T

33 1.10e-008 39 5.90e-010 41 5 0.42 0.67 AA 2 T G
C
AAAA

T
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G
T
A
C

T
C
A G

T
G
A

T
G

G
C
T

G
A
CT

A
T
CAG

A

34 1.10e-008 39 2.90e-010 37 8 0.67 0.78 AA 1, 2 PAL C
A
GC

T
T
G
C
TGCAA

TTG
A
TC
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T

G
C
A

G
T
A

T
C
A AC

A
A
C
T G
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T

T
G

35 1.40e-008 41 3.20e-010 39 11 0.92 0.90 AA, BP 1, 4 PAL,TR C
AG

A
T
G
A

A
G
TG

T
T
C
AA

T
C
A
T

A
T
G

C
A
T

G
C
TA

T
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36 1.50e-008 42 2.70e-010 36 13 1.10 1.40 AA 1 PAL T
A
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37 9.00e-008 44 2.10e-009 43 9 0.75 0.87 0.64 AMEF2 AA, MD 2, 3, 4 PAL,TR G
A
AGCT G
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A

A
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T

A
T
GT
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T

T
A

A
T

G
C
T

A
G
T

G
A
T

A
TT
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38 1.30e-007 45 4.20e-009 45 10 0.83 0.58 0.67 MEIS1B BP, MD 1, 2, 3, 4, 5 PAL A
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C
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T
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G
TA

G
G
A
TTC

G
C
T
A

G
C
T

39 2.10e-007 47 4.90e-009 46 10 0.83 0.94 0.65 HNF1 AA, BP 1, 3 PAL G
C
A

G
T

T
A
G

A
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T
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G
T
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A
G

G
TT

CAT
A
CG
A
T AGCATC

T
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A

T
C
A
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40 3.20e-007 48 1.20e-008 48 7 0.58 0.90 0.64 FOXD3 AA 1, 2, 3, 4, 5 PAL,TR C
A

T
A
GAT

A
C
A

A
TG

T
C
A
TA

G
A
T
CC

T
A
G
TT

G
T
C

A
T
C

T
A
CT

A

41 4.80e-007 50 5.10e-008 56 4 0.33 0.65 AA 2, 3, 5 PAL C
T

C
G
TGT

G
G
C

A
C
TT

CAC
G G

TGA
C

A
C

C
T

G
TT

42 7.90e-007 52 2.30e-008 51 7 0.58 0.67 BP 4, 5 PAL C
TT

G
G
A

G
T

T
A
G

T
C
G

A
T
C

C
A
TAG

TT
G

G
C
TT

AT
C

T
C
AA

T

43 8.10e-007 53 6.70e-008 57 11 0.92 0.29 0.79 CEBP AA, MD, ME 1, 2 T
CTT

GTGT
G
C A

44 8.10e-007 53 2.50e-008 52 8 0.67 0.78 0.74 POU1F1 AA, BP 1, 3 PAL C
T
A

A
T
GA

G
T
A

G
T

A
T
GC

G
G
C
T

T
G
A A

TA
TAA

T
A
T
G A

45 9.00e-007 55 2.90e-008 53 7 0.58 0.67 0.63 P300 AA, MD 1, 2, 4, 5 A
C

G
A

T
G

A
G

G
AA

G
A
G
TG

TG
A

C
A

T
A

A
G

G
A
TT

G

46 8.60e-006 58 2.00e-007 58 8 0.67 0.49 0.63 HFH3 BP 4 C
TC

A
G
A
TA

T
T
A
G

A
C
T

A
C
G

C
G
T

C
A
T

A
G
TG

A
G
C
T

T
G
A

T
A
GA

47 1.30e-005 59 8.70e-007 63 6 0.50 0.80 BP 1 G
T
AGT

C
C
T
A

T
C
AT

GA
G

G
T

C
TT

CAT
A

A
C
T

G
T
CA

C
A
T

C
T
A

G
C
A

48 1.70e-005 62 5.50e-007 62 7 0.58 0.67 AA 2, 5 T C
A
G

A
CC

A
G
T
CAA

C
G A

TGC
G

C
A

49 1.90e-005 63 4.60e-007 61 10 0.83 0.83 AA 3 PAL C
T

G
A
T
C

T
C
A

TG
C
A

T
G
AG

A
A
T

C
T
A

A
C
TA

T
C
G

AG
C
TG

T
A
G
TG

A
G
A

50 3.80e-005 64 1.20e-006 66 16 1.30 0.78 BP 2, 3 A
T
GT

C
T
C
A

G
C
A

C
A

C
A
GG

C
G
A
C

T
A

C
G
AT

G
A
G
C

A
T
CA

T
G
T

51 4.00e-005 65 1.60e-006 67 6 0.50 0.67 BP 2 TR C
A

T
G
AC

G
G
AG

A
C
A
T

A
T
CA

T
T
G
A

G
C
T

T
A
GT

A
A
G

T
GT

G
C
TA

T

52 4.20e-005 66 1.70e-006 68 6 0.50 0.67 BP 2, 5 PAL C
T
AT

C
C
AG

AAT
A
GG

A
T
A

C
G
T

A
G
T

T
G
CT

A
A
TT

G
A
T
GC

G
C
T

53 4.40e-005 68 1.10e-006 65 11 0.92 0.90 BP 1, 5 G
T
A

A
G
T

A
T
GC

A
G
C
A

G
C
T

AT
G
CC

T
C
TT

GA
GAG

C


